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Fig. 2. Change in genetic similarity according to geographic
separation for M. pinetorum
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METHODS
• Compiled all available cytochrome b sequences from
GenBank for three mammal species commonly
collected across the Northeast and Midwest:
Woodland vole, Microtus pinetorum (N=2); Eastern
Chipmunk, Tamias striatus (N=6); and Northern
Short-tailed Shrew, Blarina brevicauda (N=77).
• Extracted DNA and performed PCRs on
supplementary samples of these three species,
collected in Ohio, Pennsylvania, and West Virginia.
• Aligned sequences on MegaX to calculate genetic
distance between samples and calculated geographic
distances in GenAlex
• Estimated association between genetic and geographic
distances, and compared slopes across the three
species which differ in their dispersal abilities (we
predicted less mobile species to show a steeper slope).
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• Despite their abundance, there are many small
mammals spread across the Northeast and Midwest,
with limited existing genetic information. This lack
of information challenges our ability to assess the
impact of anthropogenic activities on their genetic
diversity.
• Ongoing urbanization and habitat fragmentation are
presumably affecting gene flow between populations
of these species.
• This project aims to provide a baseline for
conservation genomic approaches by determining
how geographic separation influences genetic
connectivity.

Genetic Distance

INTRODUCTION

600

800

Geographic Distance (km)
Fig. 3. Change in genetic similarity according to geographic
separation for T. striatus

PRELIMINARY RESULTS
• Availability of genetic samples was insufficient
for all three species despite how common they are
in natural history collections.
• Large geographic sampling gaps exist, especially
in the Midwest, highlighting the importance of our
supplementary sampling (Fig. 1).
• Despite marked differences size between the
species in mobility and territory (T. striatus: 0.86.0 m2 B. brevicauda: 25 m2, M. pinetorum:
0.7-2.8 m2), none of the two with enough data
shows an impact of geographic separation on
genetic differentiation (Figs. 3 an 4).
• Additional data (already in preparation) is
needed to reassess the robustness of these
preliminary findings.
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Fig. 4. Change in genetic similarity according to geographic separation for B.
brevicauda
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CONCLUSIONS
1. Ecological and physiological limitations of organisms determine
territory size and mobility, which in turn determine the impact of
geographic distance on genetic differentiation.
2. However, the current gaps in the availability of genetic information
on common species needs to be addressed to better assess current
levels of genetic diversity and differentiation in these species.
3. This study (in progress) aims to fill in these gaps so we can better
understand how fragmentation in an increasingly urban landscape
affects genetic connectivity.
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FUTURE WORK
To finish processing the new samples of these three species to fill
the gaps in our current understanding of how geographic separation
and anthropogenic barriers impact population connectivity.

